Key indicators: single-crystal X-ray study; T = 299 K; mean (C-C) = 0.006 Å; R factor = 0.052; wR factor = 0.147; data-to-parameter ratio = 13.9.
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Comment
In the present work, the title compound has been synthesized to investigate its biological activity. Quinoline derivatives have been shown to be active against parasites. The quinine, for example, has been used as antimalarial drug years ago (Dueñas-Romero et al., 2007) . Recently, studies showed that quinoline sulfonic acid derivatives are active in assays with Leishmania spp (da Silva et al., 2007) . As part of our screening programs to investigate antiparasitic activity of quinoline derivatives, we report here a X-ray crystallographic study of the title compound (I). In the molecule of (I) (Fig. 1) (Table 1) .
Experimental
The title compound (I) was synthesized by the reaction of p-bromobenzaldehyde (0.89 mmol, 160 mg) with quinoline-8-sulfonylhydrazide (0.89 mmol, 200 mg). The reaction was carried out in ethyl alcohol acidified with two drops of hydrochloric acid, as described for similar compounds (Oliveira et al., 2006; Silva et al., 2006) . The mixture was stirred at room temperature for 4 h. After that, the solution was diluted with water and the resulting solid was filtered. The crystal used for data collection was obtained by dissolving 188 mg of (I) in 25 ml of ethyl alcohol and cooling down the solution to room temperature.
Refinement
The CH atoms were positioned with idealized geometry using a riding model with C-H = 0.93 Å. The amino H atom was located in the difference map and was refined N-H = 0.89 (4) Å. The isotropic displacement parameters of all H atoms were set equal to 1.2U eq (parent atom).
The residual electron-density features are located in the region of Br1. The highest peak and the deepest hole are 0.92 and 1.00 Å from Br1, respectively.
sup-2 Figures   Fig. 1 . Molecular structure of (I), showing the atom labeling and displacement ellipsoids drawn at the 50% probability level. 
Data collection
Enraf-Nonius CAD-4 diffractometer R int = 0.035
Radiation source: fine-focus sealed tube θ max = 66.9º
Monochromator: graphite θ min = 3.1º
sup-3 ω/2θ scans k = −8→0 Absorption correction: ψ scan (North et al., 1968) 
